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ABSTRACT (maximum 200 words)
Infections of adenovirus type 4 (AV4) and type 7 (AV7) were discovered among previously vaccinated individuals through febrile respiratory illness surveillance at military recruit camps. Genetic analysis was performed on these isolates and a sample of adenovirus isolates from unvaccinated patients. Antigenic regions of the adenovirus hexon gene from 21 vaccinated and 31 unvaccinated patients were sequenced and compared with homologous regions of AV4 and AV7 vaccine strains and of other representative hexon sequences archived in GenBank. The phylogenetic distribution of sequences from vaccinated individuals closely resembled those from unvaccinated individuals. The most common AV7 strain was the AV7d2 hexon genotype, and the most common AV4 strain was a genotype nearly identical to the recently discovered Z-G 95-873 AV4 variant. Nearly exclusive isolation of AV4 since 1999 indicates that the AV4 variant is currently responsible for the vast majority of adenovirus morbidity in military recruit camps. Different ratios of nonsynonymous to synonymous nucleotide substitutions in known antigenic regions compared with nonantigenic regions indicated positive selection for diversity in the antigenic regions and purifying selection in the nonantigenic regions. 
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